. Principal coordinates analysis of bacterial communities on lobster shell samples taken on different days. Principal coordinates analysis of the weighted UniFrac metric comparing bacterial community composition of diseased lobster shell on different days of sampling. Diseased lobster shell includes samples collected from the site of disease (square), as well as 0.5 cm (circle), 1 cm (triangle), and 1.5 cm (diamond) away from the site of the disease, while colors depict different days of sampling. Note that by day four, two of the lobsters had molted, hence there are fewer red symbols Figure S2 . Rank relative abundance curve for the 200+ most abundant OTUs for each shell condition. The number of OTUs, their abundance, and their order varies for each bar graph based on the relative abundance of each OTU in that shell condition. Please note the difference in scale along the y-axis for each bar graph. Bars appear in color if the OTU is a part of the core microbiome of that shell condition or appear in black if the OTU is not a part of the core microbiome of that shell condition. Dotted lines indicate OTUs that are part of the "abundant microbiome," i.e. those whose cumulative total is ~50%, as well as OTUs that are a part of the "rare microbiome," i.e. those whose cumulative total is 75% or less. The cutoff for the "rare microbiome" varies based on the shape of the rank abundance curve for each shell condition. Table S1 . Taxonomy for the 20 most abundant OTUs from each shell condition. Closest cultured representative for the 20 most abundant OTUs from each shell condition in A) affected shell, B) transitionary shell, and C) unaffected shell. OTUs appear in order of their abundance in a particular shell condition (see Fig. S2 for rank abundance curves). OTUs that are also a part of the core microbiome for that shell condition appear in bold. Abundance is relative abundance in that shell condition. 
